A Gram-negative, aerobic and non-motile rod, designated Y4 T , was isolated from a cucumber leaf from Pinggu District, east Beijing, PR China. Phylogenetic analysis based on 16S rRNA gene sequences indicated that strain Y4
A yellow rod, designated Y4 T , was isolated from a cucumber leaf collected from Pinggu District, east Beijing, PR China, during the blossoming stage in May 2009. The leaf was surface sterilized (Rubini et al., 2005) and a sample of crushed tissue was incubated on nutrient agar (NA; Difco) at 30 u C for 3 days and a pure culture of strain Y4
T was obtained after subcultivation. Strain Y4
T was routinely cultivated on NA at 30 uC and preserved in 25 % (w/v) glycerol at 280 u C.
Cells were grown for 72 h and observed by light microscopy (61000; Olympus) and transmission electron microscopy (JEM-1400; JEOL) to ascertain their morphology and size. Motility was examined by the hanging drop method (Mackie & McCartney, 1989) . The Gram-reaction was determined by using non-staining KOH method, as described by Powers (1995) . Poly-b-hydroxybutyrate granule accumulation was tested by staining with Sudan black (Baomanbio) and observation by light microscopy. Tests for catalase, oxidase and hydrolysis of casein, gelatin, starch, DNA and Tweens 20 and 60 were performed according to the methods of Smibert & Krieg (1994) . Growth at 15, 20, 25, 30, 37, 42 and 45 u C was assessed in nutrient broth (NB; Difco). Growth at pH 4-10 (at intervals of one pH unit) was determined by measuring the OD 600 of cultures in NB adjusted with appropriate biological buffers (Chung et al., 1995) prior to sterilization. Growth with 0, 0.5 and 1.0-10.0 % (w/v) NaCl (at intervals of 1.0 %) was tested in NB prepared according to the formula of the Difco medium. Anaerobic growth was determined after incubation in an anaerobic chamber (Thermo). Strain Y4
T was a Gramnegative, aerobic, and non-motile rod. Poly-b-hydroxybutyrate granules were not accumulated. The isolate was able to grow on NA, tryptic soy agar (TSA; BD, Difco) and R2A agar (BD Difco). After 72 h at 30 u C on NA, cells were 0.5-0.6 mm wide and 2.0-3.0 mm long and colonies were approximately 1.5-2.0 mm in diameter, yellow and round with umbonate elevations and smooth edges. Strain Y4
T was able to grow at 20-40 u C, at pH 6.0-8.0 and with 0-3 % NaCl. The optimum growth conditions were 30 u C, pH 7.0 and 0 % NaCl. The isolate was catalase-and oxidase-positive and able to hydrolyse gelatin, starch and Tween 60, but it could not hydrolyse casein, DNA or Tween 20.
Physiological and biochemical properties and enzyme activities were determined using the API 20 NE and API ZYM systems (bioMérieux), respectively, and utilization of carbohydrates and organic acids was investigated using the GN2 MicroPlate system (Biolog), according to the manufacturers' instructions. The results are listed in Table 1 together with those of members of the genus Luteimonas obtained using the same conditions and methodology.
Genomic DNA for amplification was prepared as described by Rainey et al. (1996) . The 16S rRNA gene was amplified using the universal bacterial primers 27F and 1492R (Lane, 1991) . The PCR products were purified and sequenced using procedures described elsewhere (Heery et al., 1990; Chun & Goodfellow, 1995) . The 16S rRNA gene sequence was compiled using Chromas version 1.43 (Conor McCarthy; Griffith University, Brisbane, Queensland, Australia). Sequences from related taxa were obtained from GenBank using BLAST (http://www.ncbi.nlm.nih.gov/) and aligned using CLUSTAL_X (Thompson et al., 1997) . Phylogenetic analysis was performed using MEGA version 4.1 (Tamura et al., 2007) . Evolutionary distances were calculated using the Kimura two-parameter model (Kimura, 1980) using neighbour joining (Saitou & Nei, 1987) and maximum parsimony (Fitch, 1971) . A phylogenetic tree was constructed using neighbour joining and bootstrap values were based on 1000 replications (Felsenstein, 1985) . Similarity values were calculated using the EzTaxon server (http://www.eztaxon.org/; Chun et al., 2007) . The 16S rRNA gene sequence obtained from strain Y4
T was a continuous stretch of 1454 bp. In the neighbour-joining tree ( Fig. 1) , strain Y4
T fell within the genus Luteimonas, which formed a distinct cluster that included the type strain of the type species of the genus. This cluster was supported by the maximum-parsimony analysis (data not shown). Strain Y4 T was most closely related to L. aquatica RIB1-20 T (96.7 % 16S rRNA gene sequence similarity).
Genomic DNA for the measurement of G+C content and DNA-DNA relatedness was extracted according to the method described by Marmur (1961) . The G+C content was determined by the thermal denaturation method (Sly et al., 1986 ), using a model Lambda 35 UV/Vis spectrometer equipped with a thermometer controller (Perkin Elmer) and DNA from Escherichia coli K-12 as a control. The DNA G+C content of strain Y4 T was 69.9 mol%, which is in the range for the genus Luteimonas (64.7-72 mol%). DNA-DNA relatedness was determined using a reassociationrate method, as suggested by Dong et al. (2000) , and calculated according to De Ley et al. (1970) . DNA-DNA relatedness between strain Y4 T and L. aquatica RIB1-20 T was 42.5±3.9 % (mean±standard deviation of six replicates, P50.01). According to the threshold of 70 % DNA-DNA relatedness for the definition of bacterial species (Wayne et al., 1987) , this value indicated that strain Y4
T did not belong to any known species.
For cellular fatty acid analysis, strain Y4
T was cultivated on TSA at 28 uC for 48 h. Fatty acids were extracted, prepared, identified and quantified according to the Microbial Identification System (Sasser, 1990) . The major fatty acids of strain Y4
T were iso-C 15 : 0 (33.41 %), iso-C 17 : 1 v9c (20.75 %), iso-C 16 : 0 (9.27 %) and iso-C 17 : 0 (8.89 %), which were in large agreement with those determined for members of the genus Luteimonas under the same conditions and
Xanthomonas campestris ATCC 33913 T (AE008922)
Xanthomonas cynarae CFBP 4188 T (AF208315)
Xanthomonas vesicatoria ATCC 35937 T (AEQV01000157)

Xanthomonas euvesicatoria DSM 19128 T (FR733718)
Xanthomonas perforans DSM 18975 T (FR749910)
Pseudomonas cissicola ATCC 33616 T (AB021399)
Xanthomonas sacchari LMG 471 T (Y10766)
Stenotrophomonas rhizophila e-p10 T (AJ293463)
Luteimonas cucumeris Y4 T (HQ874629)
Luteimonas aquatica RIB1-20 T (EF626688)
Luteimonas composti CC-YY255 T (DQ846687)
Luteimonas marina FR1330 T (EU295459)
Luteimonas aestuarii B9 T (EF660758)
Luteimonas terricola BZ92r T (FJ948107)
Luteimonas lutimaris G3 T (GU199001)
Luteimonas mephitis DSM 12574 T (AJ012228)
Lysobacter gummosus KCTC 12132 T (AB161361)
Lysobacter capsici YC5194 T (EF488749)
Lysobacter antibioticus DSM 2044 T (AB019582)
Lysobacter ginsengisoli Gsoil 357 T (AB245363)
Lysobacter brunescens LMG 8761 T (AB161360)
Lysobacter dokdonensis DS-58 T (EF100698)
Lysobacter niastensis GH41-7 T (DQ462462)
Lysobacter ximonensis XM415 T (EU237492)
Lysobacter soli DCY21 T (EF623862)
Lysobacter enzymogenes LMG 8762 T (AJ298291)
Lysobacter oryzae YC6269 T (EU376963)
Lysobacter yangpyeongensis GH19-3 T (DQ191179)
Lysobacter niabensis GH34-4 T (DQ462461)
Lysobacter koreensis Dae16 T (AB166878)
Lysobacter korlensis ZLD-17 T (EU908051)
Lysobacter bugurensis ZLD-29 T (EU780693)
Lysobacter xinjiangensis RCML-52 T (EU833988)
Lysobacter ruishenii CTN-1 T (GU086401)
Lysobacter daejeonensis GH1-9 T (DQ191178).
Lysobacter concretionis Ko07 T (AB161359)
Lysobacter spongiicola methodology (Table 2 ). Some differences with the reference strains were observed, especially in the proportions of iso-C 17 : 0 in the isolate and L. aquatica RIB1-20
Isoprenoid quinones were extracted and purified as described by Collins et al. (1987) and subsequently analysed by HPLC (Wu et al. 1989) . The predominant ubiquinone in strain Y4 T was Q-8, which is as expected for members of the genus Luteimonas.
Sensitivity to antibiotics of strain Y4
T was tested using the method described by Chou et al. (2008) for the following (mg per disc, unless otherwise indicated): ampicillin (10), chloramphenicol (30), gentamicin (10), kanamycin (30), nalidixic acid (30), novobiocin (30), penicillin G (10), rifampicin (5), streptomycin (10), sulfamethoxazole (30) and tetracycline (30). After 3 days of cultivation, strain Y4 T was assessed to be resistant to penicillin G and sulfamethoxazole, but susceptible to kanamycin, chloramphenicol, gentamicin, rifampicin, novobiocin, nalidixic acid, streptomycin, tetracycline and ampicillin.
On the basis of phylogenetic, phenotypic and chemotaxonomic data, strain Y4
T represents a novel species of the genus Luteimonas, for which the name Luteimonas cucumeris sp. nov. is proposed.
Description of Luteimonas cucumeris sp. nov.
Luteimonas cucumeris (cu.cu9me.ris. L. gen. n. cucumeris of a cucumber).
Cells are Gram-negative, aerobic and non-motile rods.
After 72 h at 30 u C on NA, cells are 0.5-0.6 mm wide and 2.0-3.0 mm long. Colonies are approximately 1.5-2.0 mm in diameter, yellow and round with umbonate elevations and smooth edges. Grows at 20-40 u C (optimum 30 u C), with 0-3 % NaCl (optimum 0 % NaCl) and at pH 6-8 (optimum pH 7 T and related Luteimonas species.
Strains: 1, Y4
T ; 2, L. aquatica RIB1-20 T (Chou et al., 2008) ; 3, L.
composti CC-YY255 T (Young et al., 2007) ; 4, L. mephitis DSM 12574 T (Young et al., 2007) ; 5, L. marina FR1330 T (Baik et al., 2008) ; 6, L.
aestuarii B9 T (Roh et al., 2008) . All data were taken after cultivation on TSA at 28 uC for 48 h. ECL, Equivalent chain-length; 2, not detected ,1 %. 
